. Listing of all input features and their contributions to the DMP input feature tensor. For features defined on single residues, the feature values are striped horizontally and vertically to convert them into 2D feature maps with spatial dimensions of L ´ L, where L is the length of the target sequence. This causes such features to occupy twice the number of channels in the input tensor as compared to features defined on residue pairs.
Feature
Feature defined for single residues (1) or residue pairs (2 
Impact of data augmentations
To determine the impact of the data augmentation procedures, we compared the precision values obtained when turning the data augmentations on or off. Figure S1 shows the change in Top-L/5 longrange precision obtained on the CASP12 free-modelling (FM) domains when using the data augmentation procedures. Contact predictions were made using the full-length multiple sequence alignments (MSAs) for each target, and the same MSAs used by MetaPSICOV2 in CASP12 were used for this analysis. For the model with all augmentations, we used predictions from a single model (instead of the ensemble of 5 models used in CASP13). Using the augmented model, precision values improve or show no change for 25 out of the 35 FM domains. For two domains, T0894-D1 and T0888-D1, the results are much worse when using the augmentations, although we noticed that the MSAs for these targets clearly had problems: for T0894, the portion of the MSA covering domain 1 had a high gap fraction throughout, and the MSA for T0888 only had 2 raw sequences (Meff = 2). Given these observations, we opted to use the augmented model in CASP13 as it led to an overall improvement in contact precision on the majority of the CASP12 FM domains. 
